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<210> 1 
<211> 1964 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human PRC17 



<220> 

<221> CDS 
<222> (1) 



( 1650; 



<400> 1 

atggacgtgg 

aaatacgaaa 

agctacaaca 

actgcgcggg 

atgctgggag 

ggaat gccca 

aagt tgaaaa 

cacat ccagc 

gatcgatacg 

aacccggagg 

cttcctgagg 

ctgcagggat 

catgtggtag 

gggcagtgtt 

ctcaccc tgc 

acaagaatcg 

tgggcacgt t 

aagcatctta 

gccaaacccg 

accct ctgca 

at t tggt cag 

gtccgggaag 

ggaggacctc 

gacctggacg 

cgtgcca tat 

cgggtgagat 



tagaggtcgc 
agggacaccg 
acaacgtcga 
aggcgaagca 
actgggagaa 
tgaacatccg 
accccggaag 
gcatcgaccg 
gaaccaagca 
tgggctactg 
aggatgcat t 
ttcacagccc 
ccacgtcaca 
ccccgttagg 
gcc tgtggga 
cct t taaggt 
1 1 tgcaaccg 
gggcctctat 
agcaagggtc 
agggggacag 
ct tccccgcc 
acacctaccc 
agggttcctg 
tagagggccc 
cccaggagga 
cggctttcgc 



gggcagttgg 

agctgggctg 
tcatttgggg 
aattcggcgg 
atacaaaagc 

gggcccgatg 

ataccagatc 
ggacgtaagc 
gcgggaacta 
cagggacctg 
ctgggcactg 
aaatggcggg 
acccaagacc 
ctgcctcatc 
cgtgt atctg 
t cagcagaag 
gt tcgttgat 
gaagaaac ta 
gtcggcatcc 
gcaggcccct 
acgggcacc t 
tgtgggcac t 
gagattcctg 
ttggttccgc 
ccagctggcc 
tgcacccagc 



tgggcacaag 

ccagaggaca 
attgtacatg 
gagatcagcc 
agcagaaagc 
tggtcagtcc 
atgaaggaga 
gggacattaa 
ctccacatcc 
agccacatcg 
gtgcagctgc 
accgtccagg 
atggggcatc 
cggatattga 
gtagaaggcg 
cgcctcacga 
acctgggcca 
acaagaaagc 
aggcctgtgc 
ccaggcccac 
cgttctt cca 
caggg tgtgc 
cagtggaact 
cattatgatt 
ccct get ggc 
actgat tccg 



agcgagagga 

aggggcctaa 
agacggagct 
gaaagagcaa 
tcatagatcg 
tcctgaacat 
agggcaagag 
ggaagcat at 
tcctggcata 
ccgccttgtt 
tggccagtga 
ggctccaaga 
aggacaagaa 
ttgacgggat 
aacaggcgt t 
agacgt ccag 
gggatgagga 
agggggacct 
cggcttcacg 
cagcccggtt 
caccctgtcc 
ccagcccggc 
ccatgccccg 
tcagacagag 
aggctgaaca 
accagggcac 



catcattatg 
gccttttcga 
gcctcctctg 
gtgggtggat 
agcgtacaag 
tgaggaaatg 
gtcatctgag 
at tcttcagg 
tgaggagtat 
cctcctctat 
gaggcactcc 
ccaacaggag 
agatctatgt 
ctctctcggg 
gatgccgata 
gtgtggcccg 
cactgtgctc 
gccaccccca 
tggcgggaag 
cccgcggccc 
tggtggggct 
cctggctcag 
cctcccaacg 
ctgctgggtc 
ccctgcggag 
ccccttcaga 



60 

120 

180 

240 

300 

360 

420 

480 

54 0 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 



1 



gctagggacg aacagccgtg tgctcccacc tcagggcctt gcctctgcgg cctccacttg 1620 

gaaagttctc agttccctcc aggcttctag aagcatctgg gccagggctc atggctggat 1680 

aatttcccta ggcttaacaa cccaagcaag cttcgcgtcc tcgttttatt tttggttaaa 1740 

cttatgaaaa tgtattaaga aagagtgcag ctcgagagag attcagagat ggaacacacc 1800 

agaccccaga tcacaaagcc aaccatgccc agcccctccc agcaccccca gccccacgac 1860 

catcgttctg aattctgacg acaccgtgag cctgcctttg tactttaaac tcatggaagg 1920 

ataactacct tcacgttttg aaataaatgt ttcctgttga aatg 1964 



<210> 2 
<211> 549 
<212> PRT 

<213> Homo sapiens 

<220> 

<223> human PRC17 
<400> 2 

Met Asp Val Val Glu Val Ala Gly Ser Trp Trp Ala Gin Glu Arg Glu 

15 10 15 

Asp lie lie Met Lys Tyr Glu Lys Gly His Arg Ala Gly Leu Pro Glu 
20 25 30 

Asp Lys Gly Pro Lys Pro Phe Arg Ser Tyr Asn Asn Asn Val Asp His 
35 40 45 

Leu Gly lie Val His Glu Thr Glu Leu Pro Pro Leu Thr Ala Arg Glu 
50 55 60 

Ala Lys Gin He Arg Arg Glu He Ser Arg Lys Ser Lys Trp Val Asp 
65 ' 70 75 80 

Met Leu Gly Asp Trp Glu Lys Tyr Lys Ser Ser Arg Lys Leu He Asp 

85 90 95 



Arg Ala Tyr Lys Gly Met Pro Met 

100 

Val Leu Leu Asn He Glu Glu Met 
115 120 

Gin He Met Lys Glu Lys Gly Lys 
130 135 

He Asp Arg Asp Val Ser Gly Thr 
145 150 

Asp Arg Tyr Gly Thr Lys Gin Arg 
165 



Asn He Arg Gly Pro Met Trp Ser 

105 110 

Lys Leu Lys Asn Pro Gly Arg Tyr 
125 

Arg Ser Ser Glu His He Gin Arg 
140 

Leu Arg Lys His He Phe Phe Arg 
155 160 

Glu Leu Leu His He Leu Leu Ala 
170 175 



Tyr Glu Glu Tyr Asn Pro Glu Val Gly Tyr Cys Arg Asp Leu Ser His 
180 185 190 

He Ala Ala Leu Phe Leu Leu Tyr Leu Pro Glu Glu Asp Ala Phe Trp 

195 200 205 

Ala Leu Vai Gin Leu Leu Ala Ser Glu Arg His Ser Leu Gin Gly Phe 

210 215 220 
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His Ser Pro Asn 

225 

His Val Val Ala 



Lys Asp Leu Cys 
260 

Leu lie Asp Gly 
275 

Tyr Leu Val Glu 
290 

Phe Lys Val Gin 
305 

Trp Ala Arg Phe 



Asp Thr Val Leu 
340 

Lys Gin Gly Asp 
355 

Ala Ser Arg Pro 
370 

Gly Asp Arg Gin 
385 

lie Trp Ser Ala 



Pro Gly Gly Ala 
420 

Val Pro Ser Pro 
435 

Phe Leu Gin Trp 
450 

Glu Gly Pro Trp 
465 

Arg Ala lie Ser 



His Pro Ala Glu 
500 

Ser Asp Gin Gly 
515 

Pro Thr Ser Gly 
530 




Gly Gly Thr Val 

230 

Thr Ser Gin Pro 
245 

Gly Gin Cys Ser 



lie Ser Leu Gly 
280 

Gly Glu Gin Ala 
295 

Gin Lys Arg Leu 
310 

Cys Asn Arg Phe 

325 

Lys His Leu Arg 



Leu Pro Pro Pro 
360 

Val Pro Ala Ser 
375 

Ala Pro Pro Gly 
390 

Ser Pro Pro Arg 
405 

Val Arg Glu Asp 



Ala Leu Ala Gin 
440 

Asn Ser Met Pro 
455 

Phe Arg His Tyr 
470 

Gin Glu Asp Gin 
485 

Arg Val Arg Ser 



Thr Pro Phe Arg 
520 

Pro Cys Leu Cys 
535 



Gin Gly Leu Gin 
235 

Lys Thr Met Gly 
250 

Pro Leu Gly Cys 
265 

Leu Thr Leu Arg 



Leu Met Pro lie 
300 

Thr Lys Thr Ser 
315 

Val Asp Thr Trp 

330 

Ala Ser Met Lys 
345 

Ala Lys Pro Glu 



Arg Gly Gly Lys 
380 

Pro Pro Ala Arg 
395 

Ala Pro Arg Ser 
410 

Thr Tyr Pro Val 

425 

Gly Gly Pro Gin 



Arg Leu Pro Thr 
460 

Asp Phe Arg Gin 
475 

Leu Ala Pro Cys 
490 

Ala Phe Ala Ala 

505 

Ala Arg Asp Glu 



Gly Leu His Leu 
540 




Asp Gin Gin Glu 
240 

His Gin Asp Lys 
255 

Leu lie Arg lie 
270 

Leu Trp Asp Val 
285 

Thr Arg lie Ala 



Arg Cys Gly Pro 
320 

Ala Arg Asp Glu 
335 

Lys Leu Thr Arg 
350 

Gin Gly Ser Ser 
365 

Thr Leu Cys Lys 



Phe Pro Arg Pro 
400 

Ser Thr Pro Cys 

415 

Gly Thr Gin Gly 
430 

Gly Ser Trp Arg 
445 

Asp Leu Asp Val 



Ser Cys Trp Val 
480 

Trp Gin Ala Glu 
495 

Pro Ser Thr Asp 
510 

Gin Pro Cys Ala 
525 

Glu Ser Ser Gin 
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Phe Pro Pro Gly Phe 
545 



<210> 3 

<r211> 2146 

<212> DNA 

<213> Homo sapiens 



<220> 

<223> human PRC17 splice variant 1 (exon 3 expanded) 

<220> 

<221> CDS 

<222> (1)..(1832) 

<400> 3 

atggacgtgg tagaggtcgc gggcagttgg tgggcacaag agcgagagga catcattatg 60 

aaatacgaaa agggacaccg agctgggctg ccagaggaca aggggcctaa gccttttcga 120 
agctacaaca acaacgtcga tcatttgggg attgtacagt cctgccgctc ctgggagtca 180 
gccccacagg aaggcccttg tcctcccttc cctgtgcctt ctcctgggct gagccctgag 240 
ctggaaaggg acagagccag tcctttctgg gggtcggcac ccaggctggg gccgctccag 300 
gccccgtgca gttcctcagc tctgcctggg ttgccttaca gtgagacgga gctgcctcct 360 
ctgactgcgc gggaggcgaa gcaaattcgg cgggagatca gccgaaagag caagtgggtg 420 
atatgctggg agactgggag aaatacaaaa gcagcagaaa gctcatagat cgagcgtaca 480 
agggaatgcc catgaacatc cggggcccga tgtggtcagt cctcctgaac attgaggaaa 540 
tgaagttgaa aaaccccgga agataccaga tcatgaagga gaagggcaag aggtcatctg 600 
agcacatcca gcgcatcgac cgggacgtaa gcgggacatt aaggaagcat atattcttca 660 
gggatcgata cggaaccaag cagcgggaac tactccacat cctcctggca tatgaggagt 720 
ataacccgga ggtgggctac tgcagggacc tgagccacat cgccgccttg ttcctcctct 780 
atcttcctga ggaggatgca ttctgggcac tggtgcagct gctggccagt gagaggcact 840 
ccctgcaggg atttcacagc ccaaatggcg ggaccgtcca ggggctccaa gaccaacagg 900 
agcatgtggt agccacgtca caacccaaga ccatggggca tcaggacaag aaagatctat 960 
gtgggcagtg ttccccgtta ggctgcctca tccggatatt gattgacggg atctctctcg 1020 
ggctcaccct gcgcctgtgg gacgtgtatc tggtagaagg cgaacaggcg ttgatgccga 1080 
taacaagaat cgcctttaag gttcagcaga agcgcctcac gaagacgtcc aggtgtggcc 1140 
cgtgggcacg tttttgcaac cggttcgttg atacctgggc cagggatgag gacactgtgc 1200 
tcaagcatct tagggcctct atgaagaaac taacaagaaa gcagggggac ctgccacccc 1260 
cagccaaacc cgagcaaggg tcgtcggcat ccaggcctgt gccggcttca cgtggcggga 1320 
agaccctctg caagggggac aggcaggccc ctccaggccc accagcccgg ttcccgcggc 1380 
ccatttggtc agcttccccg ccacgggcac ctcgttcttc cacaccctgt cctggtgggg 1440 
ctgtccggga agacacctac cctgtgggca ctcagggtgt gcccagcccg gccctggctc 1500 
agggaggacc tcagggttcc tggagattcc tgcagtggaa ctccatgccc cgcctcccaa 1560 
cggacctgga cgtagagggc ccttggttcc gccattatga tttcagacag agctgctggg 162 0 
tccgtgccat atcccaggag gaccagctgg ccccctgctg gcaggctgaa caccctgcgg 1680 
agcgggtgag atcggctttc gctgcaccca gcactgattc cgaccagggc acccccttca 1740 
gagctaggga cgaacagccg tgtgctccca cctcagggcc ttgcctctgc ggcctccact 1800 
tggaaagttc tcagttccct ccaggcttct agaagcatct gggccagggc tcatggctgg i860 
ataatttccc taggcttaac aacccaagca agcttcgcgt cctcgtttta tttttggtta 1920 
aacttatgaa aatgtattaa gaaagagtgc agctcgagag agattcagag atggaacaca 1980 
ccagacccca gatcacaaag ccaaccatgc ccagcccctc ccagcacccc cagccccacg 2040 
accatcgttc tgaattctga cgacaccgtg agcctgcctt tgtactttaa actcatggaa 2100 
ggataactac cttcacgttt tgaaataaat gtttcctgtt gaaatg 2146 



< 2 1 0 > 4 

<211> 610 

<212> PRT 

<213> Honrio sapiens 
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<220> 

<223> human PRC17 splice variant 1 (exon 3 expanded) 
<400> 4 

Met Asp Val Val Glu Val Ala Gly Ser Trp Trp Ala Gin Glu Arg Glu 
15 10 15 

Asp He He Met Lys Tyr Glu Lys Gly His Arg Ala Gly Leu Pro Glu 
20 25 30 

Asp Lys Gly Pro Lys Pro Phe Arg Ser Tyr Asn Asn Asn Val Asp His 
35 40 45 

Leu Gly He Val Gin Ser Cys Arg Ser Trp Glu Ser Ala Pro Gin Glu 

50 55 60 

Gly Pro Cys Pro Pro Phe Pro Val Pro Ser Pro Gly Leu Ser Pro Glu 
65 70 75 80 

Leu Glu Arg Asp Arg Ala Ser Pro Phe Trp Gly Ser Ala Pro Arg Leu 

85 90 95 

Gly Pro Leu Gin Ala Pro Cys Ser Ser Ser Ala Leu Pro Gly Leu Pro 
100 105 110 

Tyr Ser Glu Thr Glu Leu Pro Pro Leu Thr Ala Arg Glu Ala Lys Gin 
115 120 125 

He Arg Arg Glu He Ser Arg Lys Ser Lys Trp Val Asp Met Leu Gly 
130 135 140 

Asp Trp Glu Lys Tyr Lys Ser Ser Arg Lys Leu He Asp Arg Ala Tyr 

145 150 155 160 

Lys Gly Met Pro Met Asn He Arg Gly Pro Met Trp Ser Val Leu Leu 
165 170 175 

Asn He Glu Glu Met Lys Leu Lys Asn Pro Gly Arg Tyr Gin He Met 
180 185 190 

Lys Glu Lys Gly Lys Arg Ser Ser Glu His He Gin Arg He Asp Arg 
195 200 205 

Asp Val Ser Gly Thr Leu Arg Lys His He Phe Phe Arg Asp Arg Tyr 
210 215 220 

Gly Thr Lys Gin Arg Glu Leu Leu His He Leu Leu Ala Tyr Glu Glu 
225 230 235 240 

Tyr Asn Pro Glu Val Gly Tyr Cys Arg Asp Leu Ser His He Ala Ala 

245 250 255 

Leu Phe Leu Leu Tyr Leu Pro Glu Glu Asp Ala Phe Trp Ala Leu Val 
260 265 270 

Gin Leu Leu Ala Ser Glu Arg His Ser Leu Gin Gly Phe His Ser Pro 
275 280 285 

Asn Gly Gly Thr Val Gin Gly Leu Gin Asp Gin Gin Glu His Val Val 
290 295 300 
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Ala Thr Ser Gin Pro Lys Thr Met Gly His Gin Asp Lys Lys Asp Leu 
305 310 315 320 

Cys Gly Gin Cys Ser Pro Leu Gly Cys Leu lie Arg lie Leu lie Asp 
325 330 335 

Gly lie Ser Leu Gly Leu Thr Leu Arg Leu Trp Asp Val Tyr Leu Val 
340 345 350 

Glu Gly Glu Gin Ala Leu Met Pro lie Thr Arg lie Ala Phe Lys Val 
355 360 365 

Gin Gin Lys Arg Leu Thr Lys Thr Ser Arg Cys Gly Pro Trp Ala Arg 
370 375 380 

Phe Cys Asn Arg Phe Val Asp Thr Trp Ala Arg Asp Glu Asp Thr Val 
385 390 395 400 

Leu Lys His Leu Arg Ala Ser Met Lys Lys Leu Thr Arg Lys Gin Gly 

405 410 415 

Asp Leu Pro Pro Pro Ala Lys Pro Glu Gin Gly Ser Ser Ala Ser Arg 
420 425 430 

Pro Val Pro Ala Ser Arg Gly Gly Lys Thr Leu Cys Lys Gly Asp Arg 
435 440 445 

Gin Ala Pro Pro Gly Pro Pro Ala Arg Phe Pro Arg Pro lie Trp Ser 
450 455 460 

Ala Ser Pro Pro Arg Ala Pro Arg Ser Ser Thr Pro Cys Pro Gly Gly 
455 470 475 480 

Ala Val Arg Glu Asp Thr Tyr Pro Val Gly Thr Gin Gly Val Pro Ser 
485 490 495 

Pro Ala Leu Ala Gin Gly Gly Pro Gin Gly Ser Trp Arg Phe Leu Gin 

500 505 510 

Trp Asn Ser Met Pro Arg Leu Pro Thr Asp Leu Asp Val Glu Gly Pro 
515 520 525 

Trp Phe Arg His Tyr Asp Phe Arg Gin Ser Cys Trp Val Arg Ala lie 
530 535 540 

Ser Gin Glu Asp Gin Leu Ala Pro Cys Trp Gin Ala Glu His Pro Ala 
545 550 555 560 

Glu Arg Val Arg Ser Ala Phe Ala Ala Pro Ser Thr Asp Ser Asp Gin 

565 570 575 

Gly Thr Pro Phe Arg Ala Arg Asp Glu Gin Pro Cys Ala Pro Thr Ser 
580 585 590 

Gly Pro Cys Leu Cys Gly Leu His Leu Glu Ser Ser Gin Phe Pro Pro 
595 600 605 

Gly Phe 
610 
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<210> 5 
<211> 1862 
<212> DNA 

<213> Homo sapiens 

< 2 2 0 > 

<223> human PRC17 splice variant 2 (exon 10 deleted) 

<220> 

<221> CDS 

<222> (1; . . 11538) 

<400> 5 

atggacgtgg tagaggtcgc gggcagttgg tgggcacaag agcgagagga catcattatg 60 
aaatacgaaa agggacaccg agctgggctg ccagaggaca aggggcctaa gccttttcga 120 
agctacaaca acaacgtcga tcatttgggg attgtacatg agacggagct gcctcctctg 180 
actgcgcggg aggcgaagca aattcggcgg gagatcagcc gaaagagcaa gtgggtggat 240 
atgctgggag actgggagaa atacaaaagc agcagaaagc tcatagatcg agcgtacaag 3 00 
ggaatgccca tgaacatccg gggcccgatg tggtcagtcc tcctgaacat tgaggaaatg 360 
aagttgaaaa accccggaag ataccagatc atgaaggaga agggcaagag gtcatctgag 420 
cacatccagc gcatcgaccg ggacgtaagc gggacattaa ggaagcatat attcttcagg 480 
gatcgatacg gaaccaagca gcgggaacta ctccacatcc tcctggcata tgaggagtat 540 
aacccggagg tgggctactg cagggacctg agccacatcg ccgccttgtt cctcctctat 600 
cttcctgagg aggatgcatt ctgggcactg gtgcagctgc tggccagtga gaggcactcc 660 
ctgcagggat ttcacagccc aaatggcggg accgtccagg ggctccaaga ccaacaggag 720 
catgtggtag ccacgtcaca acccaagacc atggggcatc agtatctggt agaaggcgaa 780 
caggcgttga tgccgataac aagaatcgcc tttaaggttc agcagaagcg cctcacgaag 840 
acgtccaggt gtggcccgtg ggcacgtttt tgcaaccggt tcgttgatac ctgggccagg 900 
gatgaggaca ctgtgctcaa gcatcttagg gcctctatga agaaactaac aagaaagcag 960 
ggggacctgc cacccccagc caaacccgag caagggtcgt cggcatccag gcctgtgccg 1020 
gcttcacgtg gcgggaagac cctctgcaag ggggacaggc aggcccctcc aggcccacca 1080 
gcccggttcc cgcggcccat ttggtcagct tccccgccac gggcacctcg ttcttccaca 1140 
ccctgtcctg gtggggctgt ccgggaagac acctaccctg tgggcactca gggtgtgccc 1200 
agcccggccc tggctcaggg aggacctcag ggttcctgga gattcctgca gtggaactcc 1260 
atgccccgcc tcccaacgga cctggacgta gagggccctt ggttccgcca ttatgatttc 1320 
agacagagct gctgggtccg tgccatatcc caggaggacc agctggcccc ctgctggcag 1380 
gctgaacacc ctgcggagcg ggtgagatcg gctttcgctg cacccagcac tgattccgac 1440 
cagggcaccc ccttcagagc tagggacgaa cagccgtgtg ctcccacctc agggccttgc 1500 
ctctgcggcc tccacttgga aagttctcag ttccctccag gcttctagaa gcatctgggc 1560 
cagggctcat ggctggataa tttccctagg cttaacaacc caagcaagct tcgcgtcctc 1620 
gttttatttt tggttaaact tatgaaaatg tattaagaaa gagtgcagct cgagagagat 1680 
tcagagatgg aacacaccag accccagatc acaaagccaa ccatgcccag cccctcccag 1740 
cacccccagc cccacgacca tcgttctgaa ttctgacgac accgtgagcc tgcctttgta 1800 
ctttaaactc atggaaggat aactaccttc acgttttgaa ataaatgttt cctgttgaaa i860 
tg ^862 



<210> 6 
<211> 515 
<212> PRT 

<2 13> Komo sapiens 
<220> 

... 22 3> numan PRC'i7 splice variant 2 (exon 10 deleted) 

' 4 0 0 > 6 

Met Asp Val Val Glu Val Ala Gly Ser Trp Trp Ala Gin Glu Arg Glu 
15 10 15 

Asp lie lie Met Lys Tyr Glu Lys Gly His Arg Ala Gly Leu Pro Glu 
20 25 30 
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Asp Lys Gly Pro Lys Pro Phe Arg Ser Tyr Asn Asn Asn Val Asp His 

3 5 4 0 45 

Leu Gly lie Val His Glu Thr Glu Leu Pro Pro Leu Thr Ala Arg Glu 
50 55 60 

Ala Lys Gin lie Arg Arg Glu lie Ser Arg Lys Ser Lys Trp Val Asp 
65 70 75 80 

Mec Leu Gly Asp Trp Glu Lys Tyr Lys Ser Ser Arg Lys Leu He Asp 

85 90 95 

Arg Ala Tyr Lys Gly Met Pro Met Asn He Arg Gly Pro Met Trp Ser 
100 105 110 

Val Leu Leu Asn He Glu Glu Met Lys Leu Lys Asn Pro Gly Arg Tyr 
115 120 125 

Gin He Met Lys Glu Lys Gly Lys Arg Ser Ser Glu His He Gin Arg 

130 135 140 

He Asp Arg Asp Val Ser Gly Thr Leu Arg Lys His He Phe Phe Arg 
145 150 155 160 

Asp Arg Tyr Gly Thr Lys Gin Arg Glu Leu Leu His He Leu Leu Ala 
165 170 175 

Tyr Glu Glu Tyr Asn Pro Glu Val Gly Tyr Cys Arg Asp Leu Ser His 
180 185 190 

He Ala Ala Leu Phe Leu Leu Tyr Leu Pro Glu Glu Asp Ala Phe Trp 
195 200 205 

Ala Leu Val Gin Leu Leu Ala Ser Glu Arg His Ser Leu Gin Gly Phe 
210 215 220 

His Ser Pro Asn Gly Gly Thr Val Gin Gly Leu Gin Asp Gin Gin Glu 
225 230 235 240 

His Val val Ala Thr Ser Gin Pro Lys Thr Met Gly His Gin Tyr Leu 
245 250 255 

Val Glu Gly Glu Gin Ala Leu Met Pro He Thr Arg He Ala Phe Lys 
260 265 270 

Val Gin Gin Lys Arg Leu Thr Lys Thr Ser Arg Cys Gly Pro Trp Ala 
275 280 285 

Arg Phe Cys Asn Arg Phe Val Asp Thr Trp Ala Arg Asp Glu Asp Thr 
290 295 300 

Val Leu Lys His Leu Arg Ala Ser Met Lys Lys Leu Thr Arg Lys Gin 
305 310 315 320 

Gly Asp Leu Pro Pro Pro Ala Lys Pro Glu Gin Gly Ser Ser Ala Ser 
325 330 335 

Arg Pro Val Pro Ala Ser Arg Gly Gly Lys Thr Leu Cys Lys Gly Asp 
340 345 350 
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Arg Gin Ala 

355 

Ser Ala Ser 
370 

Gly A] a Va 1 
385 

Ser Pro Ala 



Gin Trp Asn 

Pro Trp Phe 
4 35 

lie Ser Gin 

450 

Ala Glu Arg 
465 

Gin Gly Thr 
Ser Gly Pro 



Pro Gly Phe 
515 



Pro Pro Gly 

Pro Pro Arg 

Arg Glu Asp 
390 

Leu Ala Gin 
405 

Ser Met Pro 
420 

Arg His Tyr 
Glu Asp Gin 



Val Arg Ser 
470 

Pro Phe Arg 
485 

Cys Leu Cys 
500 



Pro Pro Ala Arg Phe Pro Arg 
360 365 

Ala Pro Arg Ser Ser Thr Pro 
375 380 

Thr Tyr Pro Val Gly Thr Gin 
395 

Gly Gly Pro Gin Gly Ser Trp 
410 

Arg Leu Pro Thr Asp Leu Asp 
425 

Asp Phe Arg Gin Ser Cys Trp 
440 445 

Leu Ala Pro Cys Trp Gin Ala 
455 460 

Ala Phe Ala Ala Pro Ser Thr 
475 

Ala Arg Asp Glu Gin Pro Cys 
490 

Gly Leu His Leu Glu Ser Ser 
505 



Pro He Trp 

Cys Pro Gly 



Gly Val Pro 
400 

Arg Phe Leu 
415 

Val Glu Gly 
430 

Val Arg Ala 



Glu His Pro 



Asp Ser Asp 
480 

Ala Pro Thr 
495 

Gin Phe Pro 
510 



<210> 7 
<:211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : forward primer 
for PGR amplification of PRC17 cDNA 

<4 00> 7 

ggagggaact gagaactttc ca 



<210> 8 

<211> 21 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence : reverse primer 
for PGR amplification of PRC17 cDNA 

<4 00 > 8 

cgaacagcag tatgctccca c 
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<210> 9 
<211> 20 
<212> DNA 

<213> Artificial Sequence 

<22 0 > 

<223> Description of Artificial 

Sequence : fluorescent- labeled PCR TaqMan detection 
probe for PRC17 

<220> 

''22^> mod 1 f i ed_ base 
<222> U) 

<223> n = Fam- labeled t 

<220> 

<221> modif ied_base 
<222> (20) 

<22 3> n = TAMRA- labeled g 
<400> 9 

ncagggcctt gcctctgcgn 



<210> 10 
<211> 18 
<212> DNA 

<213> Artificial Sequence 

< 2 2 0 > 

<223> Description of Artificial Sequence : forward primer 
for full-length PRC17 splice variant 1 cDNA 

isolation 

«l4 00 > 10 

ggatatggca cggaccca 



<210> 11 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : reverse primer 
for full-length PRC17 splice variant 1 cDNA 
isolation 

<400> 11 

ggacctggac gtagagggc 



<210> 12 

< 2 1 1 > 2 9 

<212> DNA 

<213> Artificial Sequence 

<r220> 

<223> Description of Artificial Sequence: PCR TaqMan 
detection probe for PRC17 splice variant 1 
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<220> 

<221> modi f ied_base 
<222 > { 1 ) 

<223> n = Fam-labeled t 

<220> 

<221> modif ied_base 
<222> (29) 

<223> n = TAMRA-labeled a 

<400> 12 

nctgtctgaa atcataatgg cggaaccan 



< 2 1 0 > 13 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : 6 -His epitope 
tag 

<400> 13 

His His His His His His 
1 5 



<210> 14 
<211> 8 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence : ant i -DYKDDDDK 
epitope tag 

<400> 14 

Asp Tyr Lys Asp Asp Asp Asp Lys 
1 5 



<210> 15 
<211> 200 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence : poly-Gly 
flexible linker 

<220> 

<221> MOD_RES 
<222> (6) . . (200) 

<223> Gly at positions 6-200 may be present or absent 

<400> 15 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
15 10 15 
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Gly Gly Gly Gly Gly Giy Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
20 25 30 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
35 40 45 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
50 55 60 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
65 70 75 80 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

85 90 95 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
100 105 110 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

115 120 125 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
130 135 140 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
145 ^ 150 155 160 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
165 170 175 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
180 185 190 

Gly Gly Gly Gly Gly Gly Gly Gly 
195 200 



<210> 16 

<211> 18 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : un ique PRC17 
C-terminal peptide 

<400> 16 

Pro Ser Thr Ser Asp Gin Gly Thr Pro Phe Arg Ala Arg Asp Glu Gin 
15 10 15 

Pro Cys 



<210> 17 
<211> 786 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human TRE-2/USP6 
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<400> 17 



Met Asp Met Val Glu Asn Ala Asp Ser Leu Gin Ala Gin Glu Arg Lys 
15 10 15 

Asp He Leu Met Lys Tyr Asp Lys Gly His Arg Ala Gly Leu Pro Glu 
20 25 30 

Asp Lys Gly Pro Glu Pro Val Gly He Asn Ser Ser He Asp Arg Phe 
3 5 4 0 4 5 

Gly He Leu His Glu Thr Glu Leu Pro Pro Val Thr Ala Arg Glu Ala 
50 55 60 

Lys Lys He Arg Arg Glu Met Thr Arg Thr Ser Lys Trp Met Glu Met 
65 70 75 80 

Leu Gly Glu Trp Glu Thr Tyr Lys His Ser Ser Lys Leu He Asp Arg 



Val Tyr Lys Gly He Pro Met Asn He Arg Gly Pro Val Trp Ser Val 

100 105 no 

Leu Leu Asn He Gin Glu He Lys Leu Lys Asn Pro Gly Arg Tyr Gin 
115 120 125 

He Met Lys Glu Arg Gly Lys Arg Ser Ser Glu His He His His He 
130 135 140 

Asp Leu Asp Val Arg Thr Thr Leu Arg Asn His Val Phe Phe Arg Asp 
145 150 155 160 

Arg Tyr Gly Ala Lys Gin Arg Glu Leu Phe Tyr He Leu Leu Ala Tyr 

1G5 170 175 

Ser Glu Tyr Asn Pro Glu Val Gly Tyr Cys Arg Asp Leu Ser His He 
180 185 190 

Thr Ala Leu Phe Leu Leu Tyr Leu Pro Glu Glu Asp Ala Phe Trp Ala 
195 200 205 

Leu Val Gin Leu Leu Ala Ser Glu Arg His Ser Leu Pro Gly Phe His 
210 215 220 

Ser Pro Asn Gly Gly Thr Val Gin Gly Leu Gin Asp Gin Gin Glu His 
225 230 235 240 

Val Val Pro Lys Ser Gin Pro Lys Thr Met Trp His Gin Asp Lys Glu 
245 250 255 

Gly Leu Cys Gly Gin Cys Ala Ser Leu Gly Cys Leu Leu Arg Asn Leu 
260 265 270 

He Asp Gly He Ser Leu Gly Leu Thr Leu Arg Leu Trp Asp Val Tyr 
275 280 285 

Leu Val Glu Gly GJu Gin Val Leu Met Pi-c He Thr Ser He Ala Leu 
^-jK. :Jb5 300 

Lys Val Gin Gin Lys Arg Leu Met Lys Thr Ser Arg Cys Gly Leu Trp 
305 310 315 320 



85 



90 



95 



1 3 



Ala Arg Leu Arg 



Thr Val Leu Lys 
340 

Gin Gly Asp Leu 
355 

Pro Arg Pro Val 
370 

Tyr Arg Gin Ala 
385 

Cys Ser Ala Ser 



Gly Gly Ala Val 
420 

Pro Ser Leu Ala 
435 

Leu Glu Trp Lys 
450 

Gly Pro Trp Phe 
465 

Ala lie Ser Gin 



Cys Gly Glu Val 
500 

Phe Thr Ala Asn 

515 

Lys Gly Ala Thr 
530 

Ser Ser lie Gin 
545 

lie Ser Gly Arg 



Met Lys Gly His 
580 

Trp Ser Gly Thr 
595 

lie Ala Lys Tyr 

610 

Gin Glu Leu Leu 
625 



Asn Gin Phe Phe 

325 

His Leu Arg Ala 



Pro Pro Pro Ala 
360 

Pro Ala Ser Arg 
375 

Pro Pro Gly Pro 
390 

Pro Pro Trp Ala 
405 

Arg Glu Asp Thr 



Leu Ala Gin Gly 
440 

Ser Met Pro Arg 
455 

Pro His Tyr Asp 
470 

Glu Asp Gin Leu 
485 

His Asn Lys Asp 



Ser Ser Lys lie 

520 

Gly Leu Ser Asn 
535 

Cys Val Ser Asn 
550 

His Leu Tyr Glu 
565 

Met Ala Lys Cys 



Gin Lys Ser Val 
600 

Ala Pro Lys Phe 
615 

Ala Phe Leu Leu 
630 



Asp Thr Trp Ala 

330 

Ser Thr Lys Lys 
345 

Lys Arg Glu Gin 



Gly Gly Lys Thr 
380 

Pro Ala Gin Phe 
395 

Ser Arg Phe Ser 

410 

Tyr Pro Val Gly 

425 

Gly Pro Gin Gly 



Leu Pro Thr Asp 
460 

Phe Glu Arg Ser 
475 

Ala Thr Cys Trp 
490 

Met Ser Trp Pro 

505 

Asp Arg Gin Lys 



Leu Gly Asn Thr 
540 

Thr Gin Pro Leu 
555 

Leu Asn Arg Thr 
570 

Tyr Gly Asp Leu 
585 

Ala Pro Leu Lys 



Asp Gly Phe Gin 
620 

Asp Gly Leu His 
635 



Met Asn Asp Asp 
335 

Leu Thr Arg Lys 
350 

Gly Ser Leu Ala 
365 

Leu Cys Lys Gly 



Gin Arg Pro lie 
400 

Thr Pro Cys Pro 
415 

Thr Gin Gly Val 
430 

Ser Trp Arg Phe 
445 

Leu Asp He Gly 



Cys Trp Val Arg 
480 

Gin Ala Glu His 
495 

Glu Glu Met Ser 
510 

Val Pro Thr Glu 

525 

Cys Phe Met Asn 



Thr Gin Tyr Phe 
560 

Asn Pro He Gly 
575 

Val Gin Glu Leu 
590 

Leu Arg Arg Thr 
605 

Gin Gin Asp Ser 



Glu Asp Leu Asn 
640 



Arg Val His Glu Lys Pro Tyr Val Glu Leu Lys Asp Ser Asp Gly Arg 

645 650 655 

Pro Asp Trp Glu Val Ala Ala Glu Ala Trp Asp Asn His Leu Arg Arg 
660 665 670 

Asn Arg Ser He He Val Asp Leu Phe His Gly Gin Leu Arg Ser Gin 
675 680 685 

Val Lys Cys Lys Thr Cys Gly His He Ser Val Arg Phe Asp Pro Phe 
690 695 700 

Asn Phe Leu Ser Leu Pro Leu Pro Met Asp Ser Tyr Met Asp Leu Glu 
705 710 715 720 

He Thr Val He Lys Leu Asp Gly Thr Thr Pro Val Arg Tyr Gly Leu 
725 730 735 

Arg Leu Asn Met Asp Glu Lys Tyr Thr Gly Leu Lys Lys Gin Leu Arg 

740 745 750 

Asp Leu Cys Gly Leu Asn Ser Glu Gin He Leu Leu Ala Glu Val His 
755 760 765 

Asp Ser Asn He Lys He Ser Pro Leu His His Leu Gin Met Glu Cys 
770 775 780 

Ser Pro 
785 



<210> 18 
<211> 549 
<2 12> PRT 

<213> Homo sapiens 

<220> 

<223> human PRC17.codi 
<400> 18 

Met Asp Val Val Glu Val Ala Gly Ser Trp Trp Ala Gin Glu Arg Glu 
15 10 15 

Asp He He Met Lys Tyr Glu Lys Gly His Arg Ala Gly Leu Pro Glu 
20 25 30 

Asp Lys Gly Pro Lys Pro Phe Arg Ser Tyr Asn Asn Asn Val Asp His 

35 40 45 

Leu Gly He Val His Glu Thr Glu Leu Pro Pro Leu Thr Ala Arg Glu 
50 55 60 

Ala Lys Gin He Arg Arg Glu He Ser Arg Lys Ser Lys Trp Val Asp 
65 70 75 80 

Ret Leu Gly Asp Trp Glu Lys Tyr Lys Ser Ser Arg Lys Leu He Asp 

85 90 95 

Arg Ala Tyr Lys Gly Met Pro Met Asn He Arg Gly Pro Met Trp Ser 
100 105 110 
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Val Leu Leu Asn He Glu Glu Met Lys Leu Lys Asn Pro Gly Arg Tyr 
115 120 125 

Gin He Met Lys Glu Lys Gly Lys Arg Ser Ser Glu His He Gin Arg 
130 135 140 

He Asp Arg Asp He Ser Gly Thr Leu Arg Lys His Met Phe Phe Arg 
145 150 155 160 

Asp Arg Tyr Gly Thr Lys Gin Arg Glu Leu Leu His He Leu Leu Ala 
165 170 175 

Tyr Glu Glu Tyr Asn Pro Glu Val Gly Tyr Cys Arg Asp Leu Ser His 
180 185 190 

He Ala Ala Leu Phe Leu Leu Tyr Leu Pro Glu Glu Asp Ala Phe Trp 
195 200 205 

Ala Leu Val Gin Leu Leu Ala Ser Glu Arg His Ser Leu Gin Gly Phe 

210 215 220 

His Ser Pro Asn Gly Gly Thr Val Gin Gly Leu Gin Asp Gin Gin Glu 
225 230 235 240 

His val Val Ala Thr Ser Gin Ser Lys Thr Met Gly His Gin Asp Lys 
245 250 255 

Lys Asp Leu Cys Gly Gin Cys Ser Pro Leu Gly Cys Leu He Arg He 
260 265 270 

Leu He Asp Gly He Ser Leu Gly Leu Thr Leu Arg Leu Trp Asp Val 
275 280 285 

Tyr Leu Val Glu Gly Glu Gin Ala Leu Met Pro He Thr Arg He Ala 
290 295 300 

Phe Lys Val Gin Gin Lys Arg Leu Thr Lys Thr Ser Arg Cys Gly Pro 
305 310 315 320 

Trp Ala Arg Phe Cys Asn Arg Phe Val Asp Thr Trp Ala Arg Asp Glu 
325 330 335 

Asp Thr Val Leu Lys His Leu Arg Ala Ser Met Lys Lys Leu Thr Arg 
340 345 350 

Lys Gin Gly Asp Leu Pro Pro Pro Ala Lys Pro Glu Gin Gly Ser Ser 
355 360 365 

Ala Ser Arg Pro Val Pro Ala Ser Arg Gly Gly Lys Thr Leu Cys Lys 
370 375 380 

Gly Asp Arg Gin Ala Pro Pro Gly Pro Pro Ala Arg Phe Pro Arg Pro 
385 390 395 400 

He Trp Ser Ala Ser Pro Pro Arg Ala Pro Arg Ser Ser Thr Pro Cys 
405 410 415 

Pro Gly Gly Ala Val Arg Glu Asp Thr Tyr Pro Val Gly Thr Gin Gly 
420 425 430 
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Val Pro Ser Pro Ala Leu Ala Gin Gly Gly Pro Gin Gly Ser Trp Arg 
4 3 5 440 445 

Phe Leu Gin Trp Asn Ser Met Pro Arg Leu Pro Thr Asp Leu Asp Val 
450 455 460 

Glu Gly Pro Trp Phe Arg His Tyr Asp Phe Arg Gin Ser Cys Trp Val 
465 470 475 480 

Arg Ala He Ser Gin Glu Asp Gin Leu Ala Pro Cys Trp Gin Ala Glu 
485 490 495 

His Pro Ala Glu Arg Val Arg Ser Ala Phe Ala Ala Pro Ser Thr Asp 
500 505 510 

Ser Asp Gin Gly Thr Pro Phe Arg Ala Arg Asp Glu Gin Gin Tyr Ala 
515 520 525 

Pro Thr Ser Gly Pro Cys Leu Cys Gly Leu His Leu Glu Ser Ser Gin 
530 535 540 

7,^ 0 Phe Pro Pro Gly Phe 
545 
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